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4.0 



Input Set: 



Output Set: 



Started: 2007-10-24 14:51:59.778 
Finished: 2007-10-24 14:52:01.551 

Elapsed: 0 hr(s) 0 min(s) 1 sec(s) 773 ms 
Total Warnings: 2 3 
Total Errors: 0 
No. of SeqIDs Defined: 5 6 
Actual SeqID Count: 5 6 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 



Input Set: 



Output Set: 



Started: 2007-10-24 14:51:59.778 

Finished: 2007-10-24 14:52:01.551 

Elapsed: 0 hr(s) 0 min(s) 1 sec(s) 773 ms 

Total Warnings: 2 3 

Total Errors: 0 

No. of SeqIDs Defined: 5 6 

Actual SeqID Count: 5 6 

Error code Error Description 

This error has occured more than 20 times, will not be displayed 



SEQUENCE LISTING 



<110> Kolesnick, Richard N. 
Xing, Hong-Mei R. 

<120> Kinase Suppressor of Ras Inactivation 
for Therapy of Ras Mediated Tumor igenes is 



<130> 1216-1-006CIP 

<140> 10727358 
<141> 2003-12-03 



<150> 60/384,228 
<151> 2002-05-30 

<150> 60/460, 023 
<151> 2003-04-03 

<150> PCT/US03/16961 
<151> 2003-05-29 

<160> 56 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 120 
<212> DNA 

<213> Homo sapiens 
<400> 1 

ctgcagaagc tcatcgatat ctccatcggc agtctgcgcg ggctgcgcac caagtgctca 60 
gtgtctaacg acctcacaca gcaggagatc cggaccctag aggcaaagct ggtgaaatac 120 



<210> 2 
<211> 41 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Leu Gin Lys Leu lie Asp lie Ser lie Gly Ser Leu Arg Gly Leu Arg 

15 10 15 

Thr Lys Cys Ser Val Ser Asn Asp Leu Thr Gin Gin Glu lie Arg Thr 

20 25 30 

Leu Glu Ala Lys Leu Val Lys Tyr lie 
35 40 



<210> 3 

<211> 19 

<212> DNA 

<213> Homo sapiens 



<400> 3 

ggcagtctgc gcgggctgc 19 



<210> 4 
<211> 18 
<212> DNA 

<213> Homo sapiens 
<400> 4 

tcagtgtcta acgacctc 18 

<210> 5 
<211> 18 
<212> DNA 

<213> Homo sapiens 
<400> 5 

cggaccctag aggcaaag 18 

<210> 6 
<211> 19 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> antisense oligonucleotide 
<400> 6 

cagcccgcgc agactgccg 19 

<210> 7 

<211> 18 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> antisense oligonucleotide 

<400> 7 

gaggtcgtta gacactga 18 

<210> 8 
<211> 16 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> antisense oligonucleotide 
<400> 8 

ctttgcctct agggtc 16 

<210> 9 
<211> 873 
<212> PRT 

<213> Mus musculus 



<400> 9 

Met Asp Arg Ala Ala Leu Arg Ala Ala Ala Met Gly Glu Lys Lys Glu 

15 10 15 

Gly Gly Gly Gly Gly Ala Ala Ala Asp Gly Gly Ala Gly Ala Ala Val 

20 25 30 

Ser Arg Ala Leu Gin Gin Cys Gly Gin Leu Gin Lys Leu lie Asp lie 

35 40 45 

Ser lie Gly Ser Leu Arg Gly Leu Arg Thr Lys Cys Ser Val Ser Asn 

50 55 60 

Asp Leu Thr Gin Gin Glu lie Arg Thr Leu Glu Ala Lys Leu Val Lys 
65 70 75 80 

Tyr lie Cys Lys Gin Gin Gin Ser Lys Leu Ser Val Thr Pro Ser Asp 

85 90 95 

Arg Thr Ala Glu Leu Asn Ser Tyr Pro Arg Phe Ser Asp Trp Leu Tyr 

100 105 110 

lie Phe Asn Val Arg Pro Glu Val Val Gin Glu lie Pro Gin Glu Leu 

115 120 125 

Thr Leu Asp Ala Leu Leu Glu Met Asp Glu Ala Lys Ala Lys Glu Met 

130 135 140 

Leu Arg Arg Trp Gly Ala Ser Thr Glu Glu Cys Ser Arg Leu Gin Gin 
145 150 155 160 

Ala Leu Thr Cys Leu Arg Lys Val Thr Gly Leu Gly Gly Glu His Lys 

165 170 175 

Met Asp Ser Gly Trp Ser Ser Thr Asp Ala Arg Asp Ser Ser Leu Gly 

180 185 190 

Pro Pro Met Asp Met Leu Ser Ser Leu Gly Arg Ala Gly Ala Ser Thr 

195 200 205 

Gin Gly Pro Arg Ser lie Ser Val Ser Ala Leu Pro Ala Ser Asp Ser 

210 215 220 

Pro Val Pro Gly Leu Ser Glu Gly Leu Ser Asp Ser Cys lie Pro Leu 
225 230 235 240 

His Thr Ser Gly Arg Leu Thr Pro Arg Ala Leu His Ser Phe lie Thr 

245 250 255 

Pro Pro Thr Thr Pro Gin Leu Arg Arg His Ala Lys Leu Lys Pro Pro 

260 265 270 

Arg Thr Pro Pro Pro Pro Ser Arg Lys Val Phe Gin Leu Leu Pro Ser 

275 280 285 

Phe Pro Thr Leu Thr Arg Ser Lys Ser His Glu Ser Gin Leu Gly Asn 

290 295 300 

Arg lie Asp Asp Val Thr Pro Met Lys Phe Glu Leu Pro His Gly Ser 
305 310 315 320 

Pro Gin Leu Val Arg Arg Asp lie Gly Leu Ser Val Thr His Arg Phe 

325 330 335 

Ser Thr Lys Ser Trp Leu Ser Gin Val Cys Asn Val Cys Gin Lys Ser 

340 345 350 

Met lie Phe Gly Val Lys Cys Lys His Cys Arg Leu Lys Cys His Asn 

355 360 365 

Lys Cys Thr Lys Glu Ala Pro Ala Cys Arg lie Thr Phe Leu Pro Leu 

370 375 380 

Ala Arg Leu Arg Arg Thr Glu Ser Val Pro Ser Asp lie Asn Asn Pro 
385 390 395 400 

Val Asp Arg Ala Ala Glu Pro His Phe Gly Thr Leu Pro Lys Ala Leu 

405 410 415 

Thr Lys Lys Glu His Pro Pro Ala Met Asn Leu Asp Ser Ser Ser Asn 

420 425 430 

Pro Ser Ser Thr Thr Ser Ser Thr Pro Ser Ser Pro Ala Pro Phe Leu 



435 440 445 

Thr Ser Ser Asn Pro Ser Ser Ala Thr Thr Pro Pro Asn Pro Ser Pro 

450 455 460 

Gly Gin Arg Asp Ser Arg Phe Ser Phe Pro Asp lie Ser Ala Cys Ser 
465 470 475 480 

Gin Ala Ala Pro Leu Ser Ser Thr Ala Asp Ser Thr Arg Leu Asp Asp 

485 490 495 

Gin Pro Lys Thr Asp Val Leu Gly Val His Glu Ala Glu Ala Glu Glu 

500 505 510 

Pro Glu Ala Gly Lys Ser Glu Ala Glu Asp Asp Glu Glu Asp Glu Val 

515 520 525 

Asp Asp Leu Pro Ser Ser Arg Arg Pro Trp Arg Gly Pro lie Ser Arg 

530 535 540 

Lys Ala Ser Gin Thr Ser Val Tyr Leu Gin Glu Trp Asp lie Pro Phe 
545 550 555 560 

Glu Gin Val Glu Leu Gly Glu Pro lie Gly Gin Gly Arg Trp Gly Arg 

565 570 575 

Val His Arg Gly Arg Trp His Gly Glu Val Ala lie Arg Leu Leu Glu 

580 585 590 

Met Asp Gly His Asn Gin Asp His Leu Lys Leu Phe Lys Lys Glu Val 

595 600 605 

Met Asn Tyr Arg Gin Thr Arg His Glu Asn Val Val Leu Phe Met Gly 

610 615 620 

Ala Cys Met Asn Pro Pro His Leu Ala lie lie Thr Ser Phe Cys Lys 
625 630 635 640 

Gly Arg Thr Leu His Ser Phe Val Arg Asp Pro Lys Thr Ser Leu Asp 

645 650 655 

lie Asn Lys Thr Arg Gin lie Ala Gin Glu lie lie Lys Gly Met Gly 

660 665 670 

Tyr Leu His Ala Lys Gly lie Val His Lys Asp Leu Lys Ser Lys Asn 

675 680 685 

Val Phe Tyr Asp Asn Gly Lys Val Val lie Thr Asp Phe Gly Leu Phe 

690 695 700 

Gly lie Ser Gly Val Val Arg Glu Glu Arg Arg Glu Asn Gin Leu Lys 
705 710 715 720 

Leu Ser His Asp Trp Leu Cys Tyr Leu Ala Pro Glu lie Val Arg Glu 

725 730 735 

Met lie Pro Gly Arg Asp Glu Asp Gin Leu Pro Phe Ser Lys Ala Ala 

740 745 750 

Asp Val Tyr Ala Phe Gly Thr Val Trp Tyr Glu Leu Gin Ala Arg Asp 

755 760 765 

Trp Pro Phe Lys His Gin Pro Ala Glu Ala Leu lie Trp Gin lie Gly 

770 775 780 

Ser Gly Glu Gly Val Arg Arg Val Leu Ala Ser Val Ser Leu Gly Lys 
785 790 795 800 

Glu Val Gly Glu lie Leu Ser Ala Cys Trp Ala Phe Asp Leu Gin Glu 

805 810 815 

Arg Pro Ser Phe Ser Leu Leu Met Asp Met Leu Glu Arg Leu Pro Lys 

820 825 830 

Leu Asn Arg Arg Leu Ser His Pro Gly His Phe Trp Lys Ser Ala Asp 

835 840 845 

lie Asn Ser Ser Lys Val Met Pro Arg Phe Glu Arg Phe Gly Leu Gly 

850 855 860 

Thr Leu Glu Ser Gly Asn Pro Lys Met 
865 870 



<210> 10 

<211> 866 

<212> PRT 

<213> Homo sapiens 



<400> 10 

Met Gly Glu Lys Glu Gly Gly Gly Gly Gly Asp Ala Ala Ala Ala Glu 

15 10 15 

Gly Gly Ala Gly Ala Ala Ala Ser Arg Ala Leu Gin Gin Cys Gly Gin 

20 25 30 

Leu Gin Lys Leu lie Asp lie Ser lie Gly Ser Leu Arg Gly Leu Arg 

35 40 45 

Thr Lys Cys Ala Val Ser Asn Asp Leu Thr Gin Gin Glu lie Arg Thr 

50 55 60 

Leu Glu Ala Lys Leu Val Arg Tyr lie Cys Lys Gin Arg Gin Cys Lys 
65 70 75 80 

Leu Ser Val Ala Pro Gly Glu Arg Thr Pro Glu Leu Asn Ser Tyr Pro 

85 90 95 

Arg Phe Ser Asp Trp Leu Tyr Thr Phe Asn Val Arg Pro Glu Val Val 

100 105 110 

Gin Glu lie Pro Arg Asp Leu Thr Leu Asp Ala Leu Leu Glu Met Asn 

115 120 125 

Glu Ala Lys Val Lys Glu Thr Leu Arg Arg Cys Gly Ala Ser Gly Asp 

130 135 140 

Glu Cys Gly Arg Leu Gin Tyr Ala Leu Thr Cys Leu Arg Lys Val Thr 
145 150 155 160 

Gly Leu Gly Gly Glu His Lys Glu Asp Ser Ser Trp Ser Ser Leu Asp 

165 170 175 

Ala Arg Arg Glu Ser Gly Ser Gly Pro Ser Thr Asp Thr Leu Ser Ala 

180 185 190 

Ala Ser Leu Pro Trp Pro Pro Gly Ser Ser Gin Leu Gly Arg Ala Gly 

195 200 205 

Asn Ser Ala Gin Gly Pro Arg Ser lie Ser Val Ser Ala Leu Pro Ala 

210 215 220 

Ser Asp Ser Pro Thr Pro Ser Phe Ser Glu Gly Leu Ser Asp Thr Cys 
225 230 235 240 

lie Pro Leu His Ala Ser Gly Arg Leu Thr Pro Arg Ala Leu His Ser 

245 250 255 

Phe lie Thr Pro Pro Thr Thr Pro Gin Leu Arg Arg His Thr Lys Leu 

260 265 270 

Lys Pro Pro Arg Thr Pro Pro Pro Pro Ser Arg Lys Val Phe Gin Leu 

275 280 285 

Leu Pro Ser Phe Pro Thr Leu Thr Arg Arg Lys Ser His Glu Ser Gin 

290 295 300 

Leu Gly Asn Arg lie Asp Asp Val Ser Ser Met Arg Phe Asp Leu Ser 
305 310 315 320 

His Gly Ser Pro Gin Met Val Arg Arg Asp lie Gly Leu Ser Val Thr 

325 330 335 

His Arg Phe Ser Thr Lys Ser Trp Leu Ser Gin Val Cys His Val Cys 

340 345 350 

Gin Lys Ser Met lie Phe Gly Val Lys Cys Lys His Cys Arg Leu Lys 

355 360 365 

Cys His Asn Lys Cys Thr Lys Glu Ala Pro Ala Cys Arg lie Ser Phe 

370 375 380 

Leu Pro Leu Thr Arg Leu Arg Arg Thr Glu Ser Val Pro Ser Asp lie 
385 390 395 400 

Asn Asn Pro Val Asp Arg Ala Ala Glu Pro His Phe Gly Thr Leu Pro 



405 410 415 

Lys Ala Leu Thr Lys Lys Glu His Pro Pro Ala Met Asn His Leu Asp 

420 425 430 

Ser Ser Ser Asn Pro Ser Ser Thr Thr Ser Ser Thr Pro Ser Ser Pro 

435 440 445 

Ala Pro Phe Pro Thr Ser Ser Asn Pro Ser Ser Ala Thr Thr Pro Pro 

450 455 460 

Asn Pro Ser Pro Gly Gin Arg Asp Ser Arg Phe Asn Phe Pro Ala Ala 
465 470 475 480 

Tyr Phe lie His His Arg Gin Gin Phe lie Phe Pro Asp lie Ser Ala 

485 490 495 

Phe Ala His Ala Ala Pro Leu Pro Glu Ala Ala Asp Gly Thr Arg Leu 

500 505 510 

Asp Asp Gin Pro Lys Ala Asp Val Leu Glu Ala His Glu Ala Glu Ala 

515 520 525 

Glu Glu Pro Glu Ala Gly Lys Ser Glu Ala Glu Asp Asp Glu Asp Glu 

530 535 540 

Val Asp Asp Leu Pro Ser Ser Arg Arg Pro Trp Arg Gly Pro lie Ser 
545 550 555 560 

Arg Lys Ala Ser Gin Thr Ser Val Tyr Leu Gin Glu Trp Asp lie Pro 

565 570 575 

Phe Glu Gin Val Glu Leu Gly Glu Pro lie Gly Gin Gly Arg Trp Gly 

580 585 590 

Arg Val His Arg Gly Arg Trp His Gly Glu Val Ala lie Arg Leu Leu 

595 600 605 

Glu Met Asp Gly His Asn Gin Asp His Leu Lys Leu Phe Lys Lys Glu 

610 615 620 

Val Met Asn Tyr Arg Gin Thr Arg His Glu Asn Val Val Leu Phe Met 
625 630 635 640 

Gly Ala Cys Met Asn Pro Pro His Leu Ala lie lie Thr Ser Phe Cys 

645 650 655 

Lys Gly Arg Thr Leu His Ser Phe Val Arg Asp Pro Lys Thr Ser Leu 

660 665 670 

Asp lie Asn Lys Thr Arg Gin lie Ala Gin Glu lie lie Lys Gly Met 

675 680 685 

Gly Tyr Leu His Ala Lys Gly lie Val His Lys Asp Leu Lys Ser Lys 

690 695 700 

Asn Val Phe Tyr Asp Asn Gly Lys Val Val lie Thr Asp Phe Gly Leu 
705 710 715 720 

Phe Gly lie Ser Gly Val Val Arg Glu Gly Arg Arg Glu Asn Gin Leu 

725 730 735 

Lys Leu Ser His Asp Trp Leu Cys Tyr Leu Ala Pro Glu lie Val Arg 

740 745 750 

Glu Met Thr Pro Gly Lys Asp Glu Asp Gin Leu Pro Phe Ser Lys Ala 

755 760 765 

Ala Asp Val Tyr Ala Phe Gly Thr Val Trp Tyr Glu Leu Gin Ala Arg 

770 775 780 

Asp Trp Pro Leu Lys Asn Gin Ala Ala Glu Ala Ser lie Trp Gin lie 
785 790 795 800 

Gly Ser Gly Glu Gly Met Lys Arg Val Leu Thr Ser Val Ser Leu Gly 

805 810 815 

Lys Glu Val Ser Glu lie Leu Ser Ala Cys Trp Ala Phe Asp Leu Gin 

820 825 830 

Glu Arg Pro Ser Phe Ser Leu Leu Met Asp Met Leu Glu Lys Leu Pro 

835 840 845 

Lys Leu Asn Arg Arg Leu Ser His Pro Gly His Phe Trp Lys Ser Ala 
850 855 860 



Glu Leu 
865 



<210> 11 
<211> 4094 
<212> DNA 

<213> Mus musculus 



<400> 11 

gaattccctc ggggctttcc tgccgaggcg cccgtgtccc cgggctcctc gcctcggccc 60 

ccagcggccc cgatgccgag gcatggatag agcggcgttg cgcgcggcag cgatgggcga 120 

gaaaaaggag ggcggcggcg ggggcgccgc ggcggacggg ggcgcagggg ccgccgtcag 180 

ccgggcgctg cagcagtgcg gccagctgca gaagctcatc gatatctcca tcggcagtct 240 

gcgcgggctg cgcaccaagt gctcagtgtc taacgacctc acacagcagg agatccggac 300 

cctagaggca aagctggtga aatacatttg caagcagcag cagagcaagc ttagtgtgac 360 

cccaagcgac aggaccgccg agctcaacag ctacccacgc ttcagtgact ggctgtacat 420 

cttcaacgtg aggcctgagg tggtgcagga gatcccccaa gagctcacac tggatgctct 480 

gctggagatg gacgaggcca aagccaagga gatgctgcgg cgctgggggg ccagcacgga 540 

ggagtgcagc cgcctacagc aagcccttac ctgccttcgg aaggtgactg gcctgggagg 600 

ggagcacaaa atggactcag gttggagttc aacagatgct cgagacagta gcttggggcc 660 

tcccatggac atgctttcct cgctgggcag agcgggtgcc agcactcagg gaccccgttc 720 

catctccgtg tccgccctgc ctgcctcaga ctctccggtc cccggcctca gtgagggcct 780 

ctcggactcc tgtatcccct tgcacaccag cggccggctg accccccggg ccctgcacag 840 

cttcatcacg ccccctacca caccccagct acgacggcac gccaagctga agccaccaag 900 

gacaccccca ccgccaagcc gcaaggtctt ccagctgctc cccagcttcc ccacactcac 960 

acggagcaag tcccacgagt cccagctggg aaaccgaatc gacgacgtca ccccgatgaa 1020 

gtttgaactc cctcatggat ccccacagct ggtacgaagg gatatcgggc tctcggtgac 1080 

gcacaggttc tccacaaagt catggttgtc acaggtgtgc aacgtgtgcc agaagagcat 1140 

gatttttggc gtgaagtgca aacactgcag gttaaaatgc cataacaagt gcac 



